Summary. Familial cold urticaria is an autosomal dominant hereditary disease of which seven pedigrees have been published, six from the USA and the present one from Holland. Onset is shortly after birth. The patients develop skin symptoms sometimes accompanied by fever, chills, joint symptoms, and oedema, approximately one half to three hours after generalized exposure to cold.
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In this paper the linkage data from the Dutch family are described; three generations containing 11 affected persons were studied in relation to 31 markers. While the data are inconclusive, they are presented here from the point of view of eventual accumulation when other families are studied in the same way.
Familial cold urticaria (FCU) is a rare autosomal dominant disease of which six pedigrees have been published from the USA (Kile and Rusk, 1940; Urbach, Hermann, and Gottlieb, 1941; Witherspoon et al, 1948; Rodin, 1951; Tindall, Beeker, and Rosse, 1969; Derbes and Coleman, 1972) . In addition, a brief case report from France (Castelain, 1971) At each contact the family history was cross checked with special attention to details about deceased members. Of all members of branch XC, blood was drawn for linkage studies (5 ml clotted blood, 5 ml in EDTA solution, and 5 ml in acid citrate dextran solution). The tubes were transferred to laboratories in Amsterdam and Leiden within 12 hours. The techniques used for the determination of the different markers are as described in the literature (Giblett, 1969; Pearson, Gerards, and van der Linde, 1973).
Branch XC (Fig. 1) All affected living members occur in branch XC of the larger kindred of Doeglas (1974) (Doeglas 1974) . There is autosomal dominant inheritance of the trait in this family.
Linkage Analysis All the members of branch XC were investigated for the following 31 genetic markers in order to perform linkage analysis between each of the loci or chromosomal regions for these markers and the cold urticaria (CU) locus: ABO, MNS, P, Lu, Rh, K, Fy (blood groups); Gc, Gm, Inv, Hp, Tf, C'3, E1, E2 (serum groups); AcP, ADA, AK, PGD, PGM1, GPT (red cell enzymes); and polymorphic chromosomes 1, 3, 4, 9, 13, 14, 15, 16, 21, and 22 . The phenotypic distribution of the variable markers in this pedigree are shown in Table I . Lod scores calculated (Morton, 1955; Maynard-Smith, Penrose, and Smith, 1961) for the linkage of the cold urticaria locus with these different marker systems are presented in Table II. The data suggest that the loci for Inv, Hp, C'3, AcP, MNS, and Fy are probably not within measurable distance from the CU locus. More information is needed to define the linkage relationships between the CU locus and the loci for Rh and ABO, respectively. Based on the present material a linkage between the CU locus and the loci for red cell glutamic pyruvic transaminase (GPT) and Gc serum group respectively cannot be excluded. Polymorphisms of chromosomes 3, 13, and 22 were informative for linkage and it appears that a close linkage can be excluded between each of their Cbanding and/or satellite regions and the CU locus.
All the basic data collected during the present investigations are included in this paper, in order to facilitate a comparative and combined treatment with similar data to be collected in future from other families.
